Key indicators: single-crystal X-ray study; T = 113 K; mean (C-C) = 0.003 Å; R factor = 0.048; wR factor = 0.100; data-to-parameter ratio = 17.5.
In the title molecule, C 16 H 14 N 2 OS 2 , the benzene ring and the benzo [d] thiazole mean plane form a dihedral angle of 75.5 (1) . The acetamide group is twisted by 47.7 (1) from the attached benzene ring. In the crystal, molecules related by translation along the a axis are linked into chains through N-HÁ Á ÁO hydrogen bonds. Table 1 Hydrogen-bond geometry (Å , ).
Related literature
Data collection: CrystalClear (Rigaku/MSC, 2005); cell refinement: CrystalClear; data reduction: CrystalClear; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: SHELXTL (Sheldrick, 2008); software used to prepare material for publication: SHELXL97. The acetamide group is twisted at 47.7 (1)° from the attached benzene ring. C1 atom attached to the benzene ring is coplanar to the benzene ring with an r.m.s deviation of 0.0046 Å. As a result of π-π conjugation, the C sp 2 -S bond [S1-C10 = 1.745 (2) Å] is significantly shorter than the C sp 3 -S bond [S1-C9 = 1.812 (2) Å]. These values compare with the values of 1.772 (3) and 1.801 (2) Å reported in the literature (Gao et al., 2007; Zhao et al., 2009) .
The crystal structure is stablized by the intermolecular N-H···O hydrogen bond (Table 1) interaction.
Experimental
The title compound was synthesized by the reaction of the benzo[d]thiazol-2-thiol with 2-methylphenyl carbamic chloride in the refluxing ethanol. Crystals of (I) suitable for single-crystal X-ray analysis were grown by slow evaporation of a solution in chloroform-ethanol (1:1).
Refinement
Atom H1 attached to N atom was located on a difference map and refined isotropically. Other H atoms were positioned geometrically (C-H = 0.95-0.99 Å), and refined as riding, with U iso (H) = 1.2-1.5U eq (C). View of the molecule of (I) showing the atom-labelling scheme. Displacement ellipsoids are drawn at the 60% probability level. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Computing details

2-(1,3-Benzothiazol-2-ylsulfanyl)-N-(2-methylphenyl)acetamide
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq S1 0.48672 (11) 0.112141 (18) 0.0137 (9) 0.0159 (9) 0.0179 (10) −0.0013 (7) 0.0027 (8) −0.0021 (7) Geometric parameters (Å, º) S1-C10 1.745 (2) C4-H4 0.9500 S1-C9 1.812 (2) C5-C6 1.383 (3) C16-N2-C10-S1 −179.59 (14) S2-C11-C16-C15 −179.92 (15) C16-N2-C10-S2 0.1 (2) Hydrogen-bond geometry (Å, º) D-H···A D -H H···A D ···A D -H···A N1-H1···O1 i 0.81 (2) 2.10 (2) 2.906 (2) 168 (2) Symmetry code: (i) x+1, y, z.
